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Reconstituted B cell receptor 
signaling reveals carbohydrate-
dependent mode of activation
Rina F. Villar1,*, Jinal Patel2,*, Grant C. Weaver1, Masaru Kanekiyo3, Adam K. Wheatley4, 
Hadi M. Yassine5, Catherine E. Costello6, Kevin B. Chandler6, Patrick. M. McTamney7, 
Gary J. Nabel8, Adrian B. McDermott3, John R. Mascola3, Steven A. Carr2 & Daniel Lingwood1
Activation of immune cells (but not B cells) with lectins is widely known. We used the structurally 
defined interaction between influenza hemagglutinin (HA) and its cell surface receptor sialic acid (SA) 
to identify a B cell receptor (BCR) activation modality that proceeded through non-cognate interactions 
with antigen. Using a new approach to reconstitute antigen-receptor interactions in a human reporter B 
cell line, we found that sequence-defined BCRs from the human germline repertoire could be triggered 
by both complementarity to influenza HA and a separate mode of signaling that relied on multivalent 
ligation of BCR sialyl-oligosaccharide. The latter suggested a new mechanism for priming naïve B cell 
responses and manifested as the induction of SA-dependent pan-activation by peripheral blood B cells. 
BCR crosslinking in the absence of complementarity is a superantigen effect induced by some microbial 
products to subvert production of antigen-specific immune responses. B cell superantigen activity 
through affinity for BCR carbohydrate is discussed.
The antibody response differs from innate immune recognition in that there is no pre-encoded specificity for 
antigen. Antigen is initially perceived by the complementarity loops (CDRs) of the germline B cell receptor 
(BCR). Each naïve B cell displays a unique CDR configuration that has been stochastically reconfigured to pro-
vide a diversity of potential antigen binding partners1–4. If recognition occurs then multivalent presentation of 
the antigen’s target epitope will induce BCR receptor signaling and cellular activation, gating the initiation of the 
antibody response5,6. Naïve B cells also display complement receptors that can recognize complement-decorated 
antigen to enhance BCR complementarity7,8, and activation can be further co-stimulated by TLR signaling 
pathways, providing additional adjuvancy during this first signaling phase9,10. Less understood is the role of cell 
surface carbohydrate. Lectins have been long described to initiate T cell signaling11–15, however, relatively little 
has been described for B cells. Glycan on the antigen surface can modulate both antibody complementarity16,17 
and Siglec-based modulation of BCR output18,19, however, minimal attention has been given to glycan struc-
tures on the BCR itself. The BCR is highly glycosylated20, and one relevant historic observation is that ‘exotic’ 
sialic acid (SA)-binding lectins isolated from lobster can selectively stimulate mammalian B cells in the absence 
of antigen specificity21. Host surface sialyl-oligosaccharide is also the primary receptor for a number of envel-
oped viruses22,23, with the affinity of the influenza spike protein hemagglutinin (HA) for cellular SA being both 
a structurally-defined example and one of the most extensively characterized glycan-protein interactions24–27. 
In this study, we used influenza lectin activity for sialyl-oligosaccharide as a structurally-defined tool to define 
whether antigen affinity for SA represented a modality through which BCR activity may be tuned. Employing a 
new approach to reconstituting interactions between antigen and sequence-defined BCRs, we demonstrated that 
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the germline receptor signals through both CDR driven antigen complementarity and non-cognate interactions 
provided by antigen affinity to SA. The latter was dependent on multivalent ligation of BCR sialyl-oligosaccharide 
and was manifested as pan-activation of naïve peripheral blood B cells. Pan B cell activation is a hallmark of supe-
rantigen activity, wherein antigen specific responses are depressed by non-cognate ligation of available BCR28,29. 
Induction of superantigen activity through a viral lectin affinity for BCR SA is discussed.
Results
A structurally defined SA-binding reagent. HA from influenza A virus is a trimeric glycoprotein that 
binds cell surface sialyl-oligosaccharide with α 2,6 (and to a lesser extent, α 2,3) glycosidic linkages, through the 
receptor binding site, a conserved shallow pocket at the membrane-distal end of each protomer30–34. Structurally 
this interaction has been mapped extensively (Fig. 1) and within the RBS substitution of tyrosine for phenylala-
nine at position 98 (Y98F) prevents SA-binding24,25,34. Importantly this mutation does not disrupt the integrity of 
the RBS or the HA folding, leading to use of Y98F HA as a flow cytometry probe to identify antigen specific B cell 
responses34,35. We used this structurally described mutation as a tool to define whether SA-specific lectin activ-
ity activates B cell responses. To this end we generated recombinant versions of both wildtype (WT) and Y98F 
HA34,35 and confirmed their trimeric structures by size exclusion chromatography and conformational antibodies 
(Fig. 1A). Insertion of the Y98F mutation did not affect trimeric assembly, nor the binding of two conformational 
antibodies: CH65, which recognizes the RBS itself; and CR6261, specific for the functionally conserved HA-stem 
domain36 (Fig. 1B). CH65 possesses a unique CDRH3 that extends into the RBS pocket, making little contact to 
Figure 1. Tyr98-dependent binding of HA to SA provides a structurally defined multivalent affinity for this 
carbohydrate sequence. (A) Both WT HA and Y98F HA are the correct size of the HA trimer as defined by size 
exclusion on a Sepharose 10/300 column and are electrophoretically identical. (B) HA trimer or Y98F HA were 
also antigenically identical as measured by reactivity to two conformational antibodies: the HA receptor binding 
site specific antibody CH65 and the HA stem-specific antibody CR6261. Reactivity of the HIV-specific antibody 
VRC01 is presented as an isotype control. The HA antigen in complex with CH65 and CR6261 is derived from 
3SM5 and 3GBM entries in the PDB. Surface plasmon resonance has also shown that for CH65 and CR6261, 
the association/dissociation rates and affinities for this antigen are unaffected by removal of the oxygen atom 
at amino acid position 9834. (C) The crystal structure displaying the HA loops with residues making hydrogen 
bond interactions with the SA (displayed by receptor analog LSTc l26, PDB 1RVZ). Polar contacts are shown as 
dashed lines, a water molecule is in red, and Try 98 is in pink (hydroxyl group) and cyan, respectively. When the 
hydroxyl group is removed through Y98F, SA-binding is lost24,25,34, as depicted by Tyr98 dependent adherence 
to 293F cells. (D) Both WT and Y98F HA can be assembled into nanoparticles of ferritin to display 8mers of the 
HA trimer34,38, that have overlapping elution profiles following size exclusion on a Superose 6 10/300 column.
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adjacent non-RBS structure37, making it an optimal tool to assess whether RBS-specific mutations disrupt the 
integrity of this protein domain. Consistent with this data, we previously showed by surface plasmon resonance 
that Y98F substitution, does not alter the association/dissociation kinetics and affinities of CH65, CR6261 or 
C05 (another RBS specific antibody) for this protein34. Attenuation of SA-dependent binding to the human B 
cell surface by the Y98F mutation was confirmed by flow cytometry (Fig. 1C). To increase the valency of this 
Tyr98-defined SA binding, the both WT and Y98F versions of the HA protomer can be attached to self-associ-
ating ferritin to produce nanoparticles displaying 8mers of the WT or Y98F HA trimer (Fig. 1D), as previously 
demonstrated34,38.
The BCR is heavily sialylated, providing a substrate for SA-binding HA. Antigen lectin activity 
for SA has been previously implicated in B cell activation21, however a mechanism has not been assigned. The 
IgM BCR is one of the most abundant cell surface proteins known39, and we hypothesized that oligosaccarhide 
present on this receptor could provide a gateway for receptor stimulation. To verify that IgM is sialylated, we 
immunoisolated secreted IgM from Ramos B cells (a human B cell line40,41 that we subsequently modify to meas-
ure sequence-defined BCR responses to antigen, see below) and performed a glycopeptide analysis by mass spec-
trometry. We confirmed the both the protein sequence of our immunoisolate and identified multiple sialylated 
oligosaccharide sequences on it (Fig. 2A). Moreover we found that this SA signature facilitates Tyr98-dependent 
binding by HA when this IgM sequence is in soluble (Fig. 2B) and BCR formats (Fig. 3A,B).
The naïve/germline BCR can be triggered by complementarity to antigen or lectin activity from 
the same antigen. To investigate the potential for cell surface SA to gate germline BCR antigen recognition 
Figure 2. B cell IgM is heavily sialylated and binds to HA. (A) Secreted B cell IgM was immunoisolated (silver 
stain, upper left) and the mu chain gel band was excised for MS analysis. The IgM LC MS/MS and analysis 
first confirmed the IgM protein sequence (lower left) and MALDI-TOF-MS was used to analysis the glycans 
cleaved using PNGase. The spectra for this carbohydrate analysis is presented along with a summary table of 
the glycan structures. Abbreviations: Hex = Hexose; HexNAc = N-acetylhexosamine; dHex= deoxyhexose; 
NeuNAc = N-acetylneuraminic acid (= sialic acid; bolded in the summary table). (B) SA-dependent binding to 
secreted IgM was confirmed by the interaction between non-cognate IgM and WT HA but not Y98F HA. This 
binding was assessed by ELISA and is presented is the mean and sem of three independent binding replicates.
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and activation, we used a BCR signaling reporter system that we recently developed40 to reconstitute receptor out-
put in response to WT versus Y98F HA. In this system we stably expressed defined BCR sequences of interest in a 
clone of Ramos B cells that we characterized as negative for endogenous surface IgM and then monitored calcium 
flux or tyrosine phosphorylation following antigen exposure40,41. In this case, we expressed germline-reverted 
IgM BCR for the IGHV1–69-derived antibody CR6261 (VH1-69 BCR) (Supplementary Fig. 1). CR6261 tar-
gets the HA stem region to confer broad neutralization activity against influenza virus36 and we have previ-
ously used its germline-reverted BCR to demonstrate how IGHV1-69 gene usage centers antibody development 
on the stem epitope40,41. In parallel, we also introduced an I53A, F54A mutant of this BCR, which prevents its 
CDRH2-dependent recognition of the HA stem40,41. CDRH2-dependent reactivity to the HA stem was confirmed 
by the binding of Y98F HA trimer to VH1-69 BCR, but not VH1-69 I53A, F54A BCR (Supplementary Fig. 1). 
Furthermore, Y98F HA trimer containing the stem-blocking mutation I45R, T49R40,41 did not bind to VH1-69 
BCR (Supplementary Fig. 1). Soluble HA trimers, however, produce very low levels of antigen-specific BCR sign-
aling in this system, requiring a further arrayed presentation of antigen, which we supply through the generation 
of ferritin HA nanoparticles40,41 (Fig. 1D). In this context, we found that wildtype HA induced VH1-69 BCR 
signaling independently from the CDRH2 stem-binding paratope (Fig. 4A,B; Supplementary Figs 2 and 3). By 
contrast, Y98F HA elicited a signaling response through stem-reactive VH1-69 BCR, but not through its CDRH2 
mutant I53A, F54A. Thus there were two modes by which HA induced signaling through the same germline BCR: 
Figure 3. HA co-precipitates with BCR in a Tyr98 dependent manner. (A) B cells were exposed to WT or 
Y98F HA and the BCR was immunoisolated using an antibody specific for the IgM mu chain. The silver stained 
SDS PAGE of HA inputs and subsequent BCR immunoisolation is presented. To assay for the presence of 
HA, the immunoisolate was blotted for reactivity to C179, an antibody specific for the conserved stem region 
of HA56. (B) To confirm that the immunoisolation procedure was capturing cell surface bound BCR and not 
immature BCR within the cell, we also performed the procedure after surface B cell shaving with proteinase 
K57. The BCR was not isolated following surface shaving indicating that the procedure largely captures surface 
trafficked receptor.
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a CDR-dependent mode and a Tyr98-dependent mode independent of cognate interactions. Non-cognate sign-
aling was potent, occurring at nanomolar concentrations of HA (Supplementary Fig. 4) and was independent of 
CDR configuration as Tyr98-dependent signaling was also induced by Ramos B cells expressing BCR for a control 
HIV-1 antibody (Fig. 4A,B; Supplementary Figs 2 and 3). This antibody, VRC01, has broad neutralization activity 
against HIV-1 and does not recognize influenza HA42. Both cognate and non-cognate modes of receptor signaling 
were dependent on the presence of BCR in the membrane as neither calcium flux nor tyrosine phosphorylation 
were seen in IgM negative B cells following exposure to HA (Fig. 4A,B; Supplementary Figs 2 and 3). Our data 
are therefore consistent with a model wherein HA, being at minimum trimeric for sialyl-oligosaccharide lectin 
activity, is able to ligate the BCR and/or BCR associated components leading receptor activation.
SA-binding activity activates antigen naïve B cells from peripheral blood. To test whether 
germline BCR signaling through non-cognate SA interactions could actually stimulate naïve B cell activation, 
we next evaluated primary B cell responses to lectin activity for SA. We observed a dramatic upregulation of the 
lymphocyte activation markers CD69 and CD86 on naïve B cells (CD19+/IgD+/IgM+/IgG−/CD27− lymphocytes) 
after incubating human PBMC with WT but not Y98F HA (Fig. 5A–C). The lymphocyte activation marker CD80 
was unaffected by HA exposure, a property also seen for BCR stimulation by anti-Ig crosslinking (Fig. 5B,C). This 
contrasted with B cell activation by bacterial CpG oligodeoxynucleotide (Fig. 5B,C), a TLR9 ligand that stimu-
lates through a BCR-independent pathway43. As with reconstituted BCR signaling, Tyr98-sensitive activation was 
potent, with an onset occurring at nanomolar concentrations of HA and was most dramatic for B cells since T 
cells within the same PBMC preparation showed limited CD69 and CD86 upregulation (Fig. 5C). Notably, naïve B 
cells did not require further multimerization of HA on a nanoparticle support, as was necessary for reconstituted 
BCR signaling. To explore the molecular basis for this difference we measured the number of sequenced-defined 
BCRs ectopically expressed at the surface of our reporter cell line. Resting B cells display ~100000–200000 BCR 
copies at the surface39 and using flow based receptor copy measurements44 we obtained value of 11599 ± 676 sur-
face receptors in our reconstituted BCR signaling system (Supplementary Fig. 5), a logfold reduction in surface 
receptor valency that is consistent with the need to enhance antigen valency to facilitate receptor activation.
As additional readout for primary B lymphocyte activation, we also tested whether Tyr98-dependent activa-
tion could drive primary B cell differentiation in vitro. Activation of purified naive CD19+/IgM+ B cells through 
Figure 4. Reconstituted interactions between germline BCR and SA-binding HA reveal that the same BCR 
receptor can signal through both cognate and non-cognate/carbohydrate dependent interactions with antigen. 
Signaling as measured by Ca2+ flux (A) and tyrosine phosphorylation of p7541,62,63 (B) in response to ferritin 
nanoparticle arrayed HA trimer38 or Y98F HA trimer34 was assessed through Ramos B cells expressing: VH1-69 
germline BCR specific for the HA stem; I53A, F54A VH1-69 germline BCR which prevents binding to the HA 
stem; Ramos B cell negative for surface BCR expression; or VRC01 BCR specific for the HIV envelope. Calcium 
flux was measured using the ratiometric calcium dye Fura Red, wherein flux in response to stimulation and is 
presented as the average of two independent runs, and for tyrosine phosphorylation, mean + /− sem of p75 
signal (presented as a fraction of total signal seen with crosslinking with anti-IgM; uncropped immunoblots 
are provided in Supplementary Fig. 2) is presented for three independent experiments (B) (****P < 0.0001, 
***P < 0.001, *P < 0.01). In all cases empty ferritin nanoparticle was used as an additional control.
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BCR crosslinking induces surface expression of CD27, a memory marker indicating differentiation away from 
an antigen-naïve state45. Accordingly, we purified these cells from peripheral blood and incubated them with 
nanomolar concentrations of antigen (Supplementary Fig. 6). Cells treated with WT but not Y98F HA reproduc-
ibly elicited increases in surface CD27 levels, comparable to what was observed with crosslinking with anti-Ig 
(Supplementary Fig. 6).
Discussion
Ligation of surface SA as a gateway to antigen naïve BCR activation offers a previously unrecognized mode 
of initiating B cell responses to antigen and demonstrates that B cells have an activation modality akin to the 
well-described effects of lectins on T cells11–15. Presented is a biochemical and cellular capability that we have 
explored using a structurally defined viral protein- host carbohydrate interaction24–27 and a new platform for 
reconstituting germline BCR signaling activity. Our data indicate that in the presence of antigen affinity for SA, 
the BCR signal can be formed through either cognate or carbohydrate-dependent non-cognate input, and that 
the latter induces pan B cell activation. Pan B cell stimulation or superantigen activity is a property which some 
microbial products employ to dampen adaptive immune responses28,29 and our reconstitution experiments indi-
cate that SA-binding through a viral lectin provides a similar immune activation modality.
Figure 5. Recombinant influenza HA activates primary B cells in the absence of pre-existing antigen 
specificity. Freshly purified PBMCs were purified and incubated with B cell stimulators, nanomolar levels of 
HA or its sialic acid binding mutant Y98F HA and lymphocyte activation was evaluated by surface expression 
of CD69, CD86 and CD80 on naïve B cells or T cells. (A) Flow cytometry scheme: naïve B cells were defined 
as CD19+/CD3−/CD14−/IgD+/IgM+/IgG−/CD27−; and T cells in same preparation were defined as CD3+/
CD14−/CD19−. (B) Histograms for B cell and T cell surface levels of CD69, CD86 and CD80 following 
incubation with known B cell stimulators (Ig or CpGC). (C) Histograms for B cell and T cell surface levels of 
CD69, CD86 and CD80 following incubation with 50 nM HA, 300 nM HA or 300 nM Y98F HA. Presented are 
the results of stimulating PBMC from three different individuals.
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While the precise mechanism of receptor activation remains debated, the BCR has long been known to 
be triggered through surface clustering interactions seeded by multivalent antigen5,6,46. Our reconstituted 
germline receptor activity measurements revealed that: 1) HA binds to B cell IgM SA directly (Figs 2 and 3); 2) 
Tyr98-dependent binding to B cell SA triggers BCR activation (Fig. 4); and 3) Tyr98-dependent activation was 
reliant on the presence of the BCR itself (Fig. 4). Importantly, this demonstrated two modes of activating the 
same germline antigen receptor: triggering that proceeded through CDR-dependent complementarity and trig-
gering that was dependent on antigen affinity for cell surface carbohydrate. The SA-dependent arm of BCR sign-
aling occurred at nanomolar concentrations of HA, indicating that glycan-dependent interactions with antigen 
form a potent stimulator of naïve BCR receptor activity. Glycan-dependent BCR signaling was further confirmed 
through Tyr98-dependent activation of VRC01 BCR, an antibody sequence that does not bind HA. Both modes 
of activation were dependent on the presence of BCR in the membrane indicating that SA-dependent triggering 
involved either direct ligation of the BCR itself and/or adjacent SA displaying glycoproteins. The presence of BCR 
sialylation was confirmed by glycoproteomic analysis of B cell IgM, consistent with previous glycoform analyses47 
and the effect of treatment of this receptor with sialidase48. Moreover, direct Tyr98-dependent ligation of the 
IgM BCR indicated that affinity for receptor oligosaccharide likely seeds its clustering and activation. We do not 
preclude ligation of associating BCR components as effectors in this activation process; and in either case the 
key functional consequence is the same – a previously unrecognized mode of BCR activation produced through 
non-cognate/glycan-dependent interactions with antigen.
SA-dependent simulation of reconstituted germline BCR receptor activity predicted that the antigen naïve 
B cell could be activated by affinity for SA, independent of cognicity for antigen. Crosslinking of Ig recep-
tors in the absence of complementarity is a strategy employed by microbial superantigens to circumvent the 
adaptive immune response28,29. Here activation of the antigen recognition machinery in the absence of 
antibody-complementarity for antigen can compete with and depress the capacity to generate antigen-specific 
responses28,29. To test for B cell superantigen activity, we evaluated HA-responses from antigen naïve primary 
B cells isolated from peripheral blood. Akin to our BCR readout, we demonstrated Tyr98-dependent stimu-
lation of this lymphocyte subset, with pan-activation by SA-binding HA, underscoring the non-cognate fea-
ture of this signaling process (Fig. 5). Indeed, an initial rise in B cell surface CD69 and CD86, but not CD80 
is a hallmark of a BCR-centered superantigen response29, and in contrast to its upregulation upon induction 
TLR signaling, no change in CD80 was observed following BCR ligation by either anti-Ig or SA binding (Fig. 5). 
CD69 and CD86 were not elevated in response to cognate interactions (i.e. no HA-specific B cell responses were 
detected) despite the fact that these are well-characterized markers for early B cell activation following immu-
nization49,50. This highlights the difference in dimensionality through which cognate and non-cognate B cell 
specificities operate. Germline antibody recombination can produce strong antigen-specific binding partners, 
such as germline VH1–69 BCRs which favor cognate interactions with the HA stem40,41, however the number of 
BCRs having biochemical specificity for antigen will be low relative to the diversity of the repertoire1–4. By con-
trast, pan-activation relies on a set BCR affinity that is not supported by a receptor diversification and selection 
process. While this means potentially less optimized germline specificity, superantigen activity is compensated 
by virtue of its global reach. Modulation of BCR signaling has previously been reported by lateral input from 
SA-bearing Siglecs, namely CD2218,19. On resting cells, CD22 interacts with α 2,6-linked sialic acid (SA) moie-
ties in cis-forming homo-oligomers. Disruption of these interactions via SA-dependent antigen contact in trans 
can result in increased association of CD22 with the BCR and subsequent inhibition of signaling and increased 
antigenic tolerance18,19. However in our case, HA mediated a SA-dependent increase in B cell activation, a finding 
that does not support trans interference with CD22 homo-oligomers to dampen BCR signaling. As further con-
firmation of an activating process, we found that both crosslinking through anti-Ig and SA binding by HA lead to 
upregulation of the memory marker CD27 in our B cell differentiation assay, indicating that akin to crosslinking 
through anti-Ig, ligation of BCR SA can induce differentiation in the absence of conventional antigen comple-
mentarity and forms the basis for a carbohydrate-dependent superantigen activity.
Biology is replete with identifying new activation pathways and substrate specificities through enzyme/recep-
tor reconstitution approaches51,52. We have employed new methodology for reconstituting BCR signaling along 
with a structurally characterized glycan-protein interaction to demonstrate that the human germline BCR can be 
induced to signal via direct ligation of surface carbohydrate. This receptor activity was independent from BCR 
triggering through antigen complementarity, and manifested as a pan stimulation of primary naïve B cells iso-
lated from human blood. Pan B cell activation is a known superantigen activity used by some pathogens to avoid 
immune surveillance as it reduces the possibility of CDR-antigen pairing and the generation of antigen-specific 
immune responses28,29. Given this now additional carbohydrate-based mode of pan-B cell signaling, it will be of 
interest to define how it operates during the generation of humoral immunity, particularly in response to human 
SA-binding pathogens, for which there are many22,23.
Methods
Recombinant proteins. All proteins were expressed in 293F cells using pVRC8400, a plasmid containing 
the CMV IE Enhancer/Promoter, HTLV-1 R Region and Splice Donor site, and the CMV IE Splice Acceptor site 
upstream of the open reading frame42. The soluble trimeric or ferritin nanoparticle formats of the wildtype or 
Y98F HA trimer from A/New Caledonia/20/1999 (H1 1999 NC) were as previously described34,38,40. The mon-
oclonal antibodies CR626136, CH6537 and VRC0142 were also expressed and purified described previously31,32.
Enzyme-linked immunosorbant assay (ELISA). WT HA trimer or Y98F HA trimer were coated 
overnight onto MaxSorp plates (Nunc) at 2 μ g/ml. The plates were then incubated (1 h) with serial dilutions of 
HA-RBS reactive CH65, HA-stem reactive CR6261 or HIV envelope-specific VRC01 as an isotype control. The 
wells were then washed, incubated with a 1/5000 dilution of sheep anti-mouse HRP conjugated IgG or sheep 
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anti-human HRP conjugated IgG (GE Healthcare), washed again and developed using one-step TMB substrate 
(Dako). This reaction was stopped by the addition of 2M sulphuric acid and the plates were then read at 450 nm 
using a Spectomax Plus (Molecular Devices).
Glycan Analysis of IgM. Ramos cells were initially maintained in cRPMI supplemented with 15% FBS, 
penicillin/streptavidin, and 1X L-glutamine. To isolate secreted IgM from this cell line, cells were then incubated 
in serum-free RPMI for 72 hours prior to immunoisolation53. Twenty million Ramos were then pelleted cells at 
1250 rpm for 10 min. Supernatant was collected and was concentrated to 250 μ l (Amicon 30 K concentrator). 
Concentrated supernatant was then applied onto 100 μ l of PBS-equilibrated capture Select IgM Affinity matrix 
beads (Life Technologies) beads and incubated rotating at 4 °C for 4 h. The supernatant was removed and beads 
were washed 2 times with ice-cold PBS. Beads were pelleted via centrifugation at 1500 rpm for 5 min. Residual 
buffer was then removed and beads were resuspended in 50 μ l SDS reducing buffer. Samples were boiled for 5 min 
at 100 °C. The supernatant containing the bound protein was then obtained after centrifugation at 1500 rpm for 
5 min. Samples were then separated by SDS PAGE and stained with Gelcode Blue (Pierce). The IgM mu chain 
(~70 kDa) protein band was excised and cut into 1 mm3 for processing. It was then washed with 25 mM ammo-
nium bicarbonate in 50% acetonitrile until completely destained. The gel piece was dehydrated with 100% ace-
tonitrile and dried in SpeedVac prior to enzymatic processing. The dried gel piece was then treated with PNGase 
F (750units in 250 μ L 1x GlycoBuffer) for 18 hrs at 37 °C. Glycans were extracted by removing the supernatant 
which already may have contained some oligosaccharides and combining with two 500 μ L water exchanges with 
mixing and two 400 μ L water exchanges with sonication for 30 mins each. Glycan extract was dried to completion 
in a SpeedVac. Glycans were resuspended in 50 μ L 20% acetonitrile prior transferring to a small glass vial for 
permethylation reaction. Released glycans were permethylated according to established protocols54,55, as follows. 
The dried samples were dissolved in 1 μ L water and 65 μ L DMSO, followed by addition of 100 μ L NaOH beads 
(Sigma) in DMSO. To initiate the permethylation reaction, 16 μ L iodomethane was added and the samples were 
mixed gently for 1 hour in the dark. Addition of iodomethane was repeated twice more within the hour, followed 
by liquid phase extraction using chloroform and water, repeated 4 times. Glycans in the chloroform phase were 
dried in a Speed vac. Dried samples were resuspended in 50% methanol with 1 mM sodium acetate and spotted 
onto a MALDI plate. An equal volume of 2, 5-dihydroxybenzoic acid solution (20 mg/mL in 50% acetonitrile) was 
spotted on top of the glycan sample and dried. MALDI-TOF MS of the permethylated glycans was performed on 
a Bruker Ultraflextreme TOF/TOF using 60% laser and 500–1500 shots.
Proteome Analysis of IgM. Following glycan extraction, the IgM gelband was dehydrated with 100% ace-
tonitrile and reduced with 10 mM DTT in 25 mM ammonium bicarbonate for 30 mins at 37 °C. After cooling to 
room temperature and removal of reduction solution, the gelband was alkylated with 40 mM iodoacetamide in 
25 mM ammonium bicarbonate for 45 min in the dark at room temperature. The gel piece was then washed with 
water, dehydrated with 100% acetonitrile and dried in a SpeedVac prior to trypsin digestion. 15 ng/μ L of trypsin 
in 25 mM ammonium bicarbonate was added to cover the gel piece for overnight digestion at 37 °C. Peptides were 
extracted by removing the supernatant and combining it with three sequential extractions with 50% acetonitrile 
and 5% formic acid for 20 mins while mixing. The sample was chromatographically separated using Proxeon Easy 
NanoLC 1000 (Thermo Scientific) fitted with a PicoFrit 75-μ m capillary (New Objective) self-packed with 20 cm 
of C18–AQ ReproSil-Pur beads (1.9 μ m, 200 Å, Dr. Maisch GmBH) at 50 °C using a column heater. Samples were 
reconstituted and loaded in 3%ACN, 0.1%FA at a flow rate of 500 nl/min. Peptides were eluted at a flow rate of 
200 nL/min using a linear gradient from 6–30% Buffer B over 84 min, 30–60% Buffer B over 9 min, a quick ramp 
up to 90% Buffer B over 1 min and held for 5 min followed by a quick ramp down to 50% Buffer B over 1 min and 
held at 50% for an additional 9 min (Buffer A: 3%ACN and 0.1%FA; Buffer B: 90%ACN and 0.1% FA). During 
data acquisition, eluted peptides were introduced into a Q-Exactive mass spectrometer (Thermo Scientific) via 
nanoelectrospray (2.15 kV). A full-scan MS was acquired at a resolution of 70,000 from 300 to 1800 m/z (AGC 
target 3e6, 5 ms Max IT). Each full scan was followed by top 12 MS2 scans at a resolution 17,500 (isolation width 
2.5 m/z, ACG Target 5e4, 120 ms Max IT). The HCD collision energy was set to 25, the dynamic exclusion time 
was set to 20 s and the peptide match and isotope exclusion settings were enabled.
MS analysis. MS data were processed and interpreted using the Spectrum Mill software package v4.1 
beta (Agilent Technologies). MS/MS spectra acquired on the same precursor (m/z 1) with 60 s were merged 
and searched against a Uniprot database containing human sequences including isoforms and excluding frag-
ments with a set of common laboratory contaminant proteins appended. The enzyme specificity was set to 
trypsin (cleavage at KP or RP allowed) and the maximum number of miscleavages was set to 2. The minimum 
matched peak intensity was set to 30% with + /− 20 ppm precursor mass tolerance and fragment mass tolerance. 
Carbamidomethylation of cysteine was searched as a fixed modification. Pyroglutamic acid (N-term), oxidation 
of methionine and deamidation of asparagine were searched as variable modifications (precursor MH+ mass 
shift range − 18 to 64Da).
IgM-HA binding. Two hundred nanogram of Y98F or WT HA was coated onto MaxSorp plates for ELISA, as 
described previously. Secreted IgM from wildtype Ramos was prepared as described for the glycan analysis, how-
ever, in this case, the serum-free IgM supernatant concentrate was added to the microtiter plates in serial dilution 
and the ELISA proceeded as described above, except that the secondary antibody was an anti-human IgM-HRP 
(Novus, NBP1–75035) used at 1/5000.
IgM BCR Immunoprecipitation. Twenty million Ramos cells were washed with ice cold PBS and incu-
bated with 0.5 μ M WT HA or Y98F HA for one hour at 4 °C. The cells were then pelleted and washed five times 
with ice cold PBS. The cells were then resuspended in 150 μ l ice cold HBS lysis buffer (50 mM HEPES, 150 mM 
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NaCl, 1% TX-100, 2 mM EDTA, 1X Protease inhibitor cocktail, Roche, pH 7.4) and incubated for 30 min at 4 °C. 
During this time, anti-human IgM beads (μ -chain specific, Sigma A9935) were equilibrated in HBS lysis buffer at 
4 °C. The cell lysis solution was then centrifuged at 1500 rpm for 5 min and the supernatant was added to 100 μ l of 
equilibrated anti-human IgM beads. The mixture was then incubated on a rotator at 4 °C for 4 hr. The beads were 
then washed twice with HBS lysis buffer, residual buffer was removed and beads were resuspended in 50 μ l SDS 
reducing buffer. Membrane bound BCRs were eluted by boiling the samples at 100 °C for 5 min and centrifuging 
at 1500 rpm for 10 min. Supernatant, which contained the eluted protein, was carefully pipetted off and analyzed 
by SDS page or dot blotting using the HA stem specific antibody C17956. To confirm that this procedure isolated 
surface BCR and not immature BCR still inside the cell, the pelleted B cells were subjected to surface shaving by 
proteinase K57 (2 h 37 °C in PBS ± 10 mg/ml proteinase K) and the immunoisolation procedure was then repeated.
Reconstituted BCR signaling. BCRs for germline CR6261, germline CR6261 I53A, F54A, and VRC01 
were stably expressed in a previously described surface IgM negative clone of Ramos B lymphocytes41 by means 
of a lentiviral vector. The lentiviral vectors were produced in 293T cells following transfection of the follow-
ing plasmids: pFEEKW (a lenti viral expression vector containing the membrane bound IgM or antibody light 
chain transgenes of interest58); pVSVG (vesicular stomatitis virus glycoprotein for envelope pseudotyping59); 
and p∆ R8.2 (a packaging vector60). BCR positive cells [defined as staining positive for both light chain (mouse 
PE-anti-human lambda chain, BD Biosciences) and IgM (APC-anti-human IgM, BioLegend)] were then sorted 
by flow cytometry (FACSAria II, BD Immunocytometry Systems) and enriched (Supplementary Fig. 1). Cells 
were evaluated for triggering when BCR reached > 90% expression. All BCR sequences were enriched using 
an identical gating strategy. To define the number of BCR receptor copies that our lentivirus expression system 
produces, we employed the immunocytochemical flow receptor quantification developed by Lopez et al.44. A 
standard curve was generated from MFI against beads with defined molecules of equivalent soluble fluorochrome 
(Bangs Laboratories Inc). For a monomeric probe to count BCR, the gp120 core RSC342 was labeled with an Alexa 
488 labeling kit according to the manufacturers instructions (ThermoFisher Scientific). After a 1:1 protein to dye 
ratio was verified through absorbance measurements, the probe was applied to VRC01 BCR cells at saturating 
levels and the MFI was used to calculate the BCR copy number from the standard curve.
To measure the kinetics of signaling, calcium flux in response to BCR stimulation was measured by flow 
cytometry (LSR II, BD Immunocytometry Systems) as the ratio of the Ca2+ bound/unbound states of the dye 
Fura Red61. Here 1 × 106 cells were exposed to 2.5 μ M HA or 2.5 μ M Y98F HA [a concentration previously estab-
lished to induce germline VH1-69 BCR signaling with HA ferritin (the HA trimer alone is a weak inducer of 
signaling in this system)40,41; however, the onset of sialic acid-dependent signaling was also measured at 0.1 μ M 
HA (Supplementary Fig. 4)] or 0.5 μ g/μ l mouse anti-human IgM F(ab’)2 (Southern Biotech). Empty ferritin 
nanoparticle38 was used at the same concentration as a negative control. Ratiometric measures for individual cells 
were averaged, smoothened (Kinetic analysis, Flow Jo software) and normalized to total Ca2+ flux as measured by 
exposure of cells to 10 μ g/ml ionomycin. For endpoint measurements, 4 × 106 cells were exposed to anti-human 
IgM F(ab’)2 or HA ferritin nanoparticles as above. After 15 min exposure at room temperature, cells were placed 
at 4 °C, washed two times with PBS and then lysed for 10 min in lysis buffer (Cell Signaling Technology) supple-
mented with protease inhibitors (Complete Protease Inhibitor Cocktail, Roche Applied Science). Following SDS 
PAGE, BCR activation was assessed by Western analysis of the cell lysate: 4G10 pY (Millipore) reactivity to p75 as 
described41,62,63. Total phosphotyrosine intensity was measured by densitometry [Image Processing in Java (Image J) 
Software + curve area density calculation in Microsoft Excel]. For each BCR, phosphotyrosine intensity was 
standardized to the level of the anti-human IgM F(ab’)2.
Antigen naïve B cell stimulation PBMCs ex vivo. Leukopacs were obtained from the MGH blood bank. 
PBMCs were isolated64 and resupended in RPMI containing 10% FBS (R10) + benzonase [50 U/ml, Millipore], 
pelleted (1650 rpm for 5 min) and then divided into 6 groups (each containing 10 million cells) for B cell stim-
ulation: unstimulated control; Anti-Ig control [5 μ g/ml, F(ab’)2 Fragment Goat Anti-human IgA + IgG + IgM 
(Jackson)]; CpG-C control [2 μ g/ml CpG-C (Invitrogen) + 1 ug/ml Il-2 (Miltenyl Biotech)]; 50 nM WT HA; 
300 nM WT HA; and 300 nM Y98F HA. In these experiments HA ferritin nanoparticle was not required for 
stimulation, so we proceeded with trimeric HA versions only. Activation took place at 37 °C over a 20 h 
period. Following this time, PMBC were resuspended in 50 ul of PBS with Aqua Live/Dead amine-reactive dye 
(Invitrogen) (0.025 mg/ml for 2 minutes), quenched by addition of 50 ul 1% FBS in PBS, and then stained with 
the addition of a 50 ul 1X cocktail of B cell-, monocyte- and T cell-specific flow cytometry antibodies: CD19-ECD 
(Beckman Coulter); CD14-QD800, CD27-QD605 (Invitrogen); CD3-Cy7APC IgM-Cy5.5-PerCP, IgG-BV421, 
IgD-Cy7PE, CD69-FITC, CD80-PE (BD Pharmingen); CD86-BV650 (Biolegend). Staining was for 1 h at 4 °C. 
The cells were then washed twice resuspended in 400 μ l of PBS and then analyzed by flow cytometry. Between 
one and two million events were collected on an LSR II instrument (BD Immunocytometry Systems) config-
ured to detect 18 fluorochromes. Compensation for this staining panel was achieved using anti-mouse Ig kappa 
Compbeads (BD Biosciences) and anti-mouse Ig lambda Compbeads (Spherotech). Analysis was performed 
using FlowJo software version 9.5.2 (TreeStar).
Stimulation of Purified naïve B cells. Naïve B cell isolation kit II human (Miltenyi Biotec) was used to 
isolate naïve B cells from freshly isolated PBMCs according to the manufacturer’s instructions. One hundred 
thousand naïve B cells were stimulated with WT HA, or Y98F HA, each at 50 nM in RPMI containing 10% 
FBS. Control cells were stimulated with Anti-Ig [5 μ g/ml, F(ab’)2 Fragment Goat Anti-human IgA + IgG + IgM 
(Jackson)]. After four days, the cells were washed in PBS and resuspended in 50 ul of PBS with Aqua Live/Dead 
amine-reactive dye (Invitrogen) (0.025 mg/ml for 2 minutes), quenched by addition of 50 ul 1% FBS in PBS, and 
then stained with a 1X cocktail of following antibodies: CD19 ECD (Beckman), CD27 QD605 (Invitrogen), IgM 
www.nature.com/scientificreports/
1 0Scientific RepoRts | 6:36298 | DOI: 10.1038/srep36298
Cy5PerCP (BD Pharm) for 1 hour at 4 °C. The cells were then washed twice resuspended in 400 μ l of PBS and then 
analyzed by flow cytometry.
Statistics. Data is presented as mean + /− SEM. For multiple comparisons, statistical significance was 
assessed by ANOVA with Tukey’s test. All analyses were performed using Graphpad Prism version 5.0 (GraphPad 
Software Inc.).
References
1. Glanville, J. et al. Precise determination of the diversity of a combinatorial antibody library gives insight into the human 
immunoglobulin repertoire. Proceedings of the National Academy of Sciences of the United States of America 106, 20216–20221 
(2009).
2. Schroeder, H. W. Jr. & Cavacini, L. Structure and function of immunoglobulins. The Journal of allergy and clinical immunology 125, 
S41–S52 (2010).
3. Xu, J. L. & Davis, M. M. Diversity in the CDR3 region of V(H) is sufficient for most antibody specificities. Immunity 13, 37–45 
(2000).
4. Davis, M. M. The evolutionary and structural ‘logic’ of antigen receptor diversity. Seminars in immunology 16, 239–243 (2004).
5. Yang, J. & Reth, M. Receptor Dissociation and B-Cell Activation. Current topics in microbiology and immunology 393, 27–43 (2016).
6. Treanor, B. B-cell receptor: from resting state to activate. Immunology 136, 21–27 (2012).
7. Roozendaal, R. & Carroll, M. C. Complement receptors CD21 and CD35 in humoral immunity. Immunological reviews 219, 
157–166 (2007).
8. Carroll, M. C. & Isenman, D. E. Regulation of humoral immunity by complement. Immunity 37, 199–207 (2012).
9. Booth, J., Wilson, H., Jimbo, S. & Mutwiri, G. Modulation of B cell responses by Toll-like receptors. Cell and tissue research 343, 
131–140 (2011).
10. Pasare, C. & Medzhitov, R. Control of B-cell responses by Toll-like receptors. Nature 438, 364–368 (2005).
11. Pusztai, A. B. S. Lectins Biomedical Properties. 131–136 (Taylor & Francis Ltd., 2005).
12. Van Damme, E. J. P., W. J. Pusztai, A. & Bardocz, S. Handbook of Plant Lectins: Properties and Biomedical Applications. 38–42 (John 
Wiley & Sons Ltd, 1998).
13. Bird, A. G., Hammarstrom, L., Smith, C. I. & Britton, S. Polyclonal human T lymphocyte activation results in the secondary 
functional activation of the human B lymphocyte. Clinical and experimental immunology 43, 165–173 (1981).
14. Abraham, R. T. & Weiss, A. Jurkat T cells and development of the T-cell receptor signalling paradigm. Nature reviews. Immunology 
4, 301–308 (2004).
15. Wimer, B. M. Immunosuppressive applications of PHA and other plant mitogens. Cancer biotherapy & radiopharmaceuticals 13, 
99–107 (1998).
16. McLellan, J. S. et al. Structure of HIV-1 gp120 V1/V2 domain with broadly neutralizing antibody PG9. Nature 480, 336–343 (2011).
17. Pancera, M. et al. Structural basis for diverse N-glycan recognition by HIV-1-neutralizing V1-V2-directed antibody PG16. Nature 
structural & molecular biology 20, 804–813 (2013).
18. Poe, J. C. & Tedder, T. F. CD22 and Siglec-G in B cell function and tolerance. Trends in immunology 33, 413–420 (2012).
19. Courtney, A. H., Puffer, E. B., Pontrello, J. K., Yang, Z. Q. & Kiessling, L. L. Sialylated multivalent antigens engage CD22 in trans and 
inhibit B cell activation. Proceedings of the National Academy of Sciences of the United States of America 106, 2500–2505 (2009).
20. Sitia, R., Rubartelli, A. & Hammerling, U. The role of glycosylation in secretion and membrane expression of immunoglobulins M 
and A. Molecular immunology 21, 709–719 (1984).
21. Campbell, P. A., Hartman, A. L. & Abel, C. A. Stimulation of B cells, but not T cells or thymocytes, by a sialic acid-specific lectin. 
Immunology 45, 155–162 (1982).
22. Stehle, T. & Khan, Z. M. Rules and exceptions: sialic acid variants and their role in determining viral tropism. Journal of virology 88, 
7696–7699 (2014).
23. Stencel-Baerenwald, J. E., Reiss, K., Reiter, D. M., Stehle, T. & Dermody, T. S. The sweet spot: defining virus-sialic acid interactions. 
Nature reviews. Microbiology 12, 739–749, doi: 10.1038/nrmicro3346 (2014).
24. Martin, J. et al. Studies of the binding properties of influenza hemagglutinin receptor-site mutants. Virology 241, 101–111 (1998).
25. Skehel, J. J. & Wiley, D. C. Receptor binding and membrane fusion in virus entry: the influenza hemagglutinin. Annual review of 
biochemistry 69, 531–569 (2000).
26. Gamblin, S. J. et al. The structure and receptor binding properties of the 1918 influenza hemagglutinin. Science 303, 1838–1842 
(2004).
27. Air, G. M. Influenza virus-glycan interactions. Current opinion in virology 7, 128–133 (2014).
28. Silverman, G. J. B-cell superantigens. Immunology today 18, 379–386 (1997).
29. Silverman, G. J. & Goodyear, C. S. Confounding B-cell defences: lessons from a staphylococcal superantigen. Nature reviews. 
Immunology 6, 465–475 (2006).
30. Mair, C. M., Ludwig, K., Herrmann, A. & Sieben, C. Receptor binding and pH stability - how influenza A virus hemagglutinin affects 
host-specific virus infection. Biochimica et biophysica acta 1838, 1153–1168 (2013).
31. Wei, C. J. et al. Cross-neutralization of 1918 and 2009 influenza viruses: role of glycans in viral evolution and vaccine design. Science 
translational medicine 2, 24ra21 (2010).
32. Wei, C. J. et al. Induction of broadly neutralizing H1N1 influenza antibodies by vaccination. Science 329, 1060–1064 (2010).
33. Treanor, J. J. et al. Dose-related safety and immunogenicity of a trivalent baculovirus-expressed influenza-virus hemagglutinin 
vaccine in elderly adults. The Journal of infectious diseases 193, 1223–1228 (2006).
34. Whittle, J. R. et al. Flow cytometry reveals that H5N1 vaccination elicits cross-reactive stem-directed antibodies from multiple Ig 
heavy-chain lineages. Journal of virology 88, 4047–4057 (2014).
35. Wheatley, A. K. et al. H5N1 Vaccine-Elicited Memory B Cells Are Genetically Constrained by the IGHV Locus in the Recognition 
of a Neutralizing Epitope in the Hemagglutinin Stem. Journal of immunology 195, 602–610 (2015).
36. Ekiert, D. C. et al. Antibody recognition of a highly conserved influenza virus epitope. Science 324, 246–251 (2009).
37. Whittle, J. R. et al. Broadly neutralizing human antibody that recognizes the receptor-binding pocket of influenza virus 
hemagglutinin. Proceedings of the National Academy of Sciences of the United States of America 108, 14216–14221 (2011).
38. Kanekiyo, M. et al. Self-assembling influenza nanoparticle vaccines elicit broadly neutralizing H1N1 antibodies. Nature 499, 
102–106 (2013).
39. Yang, J. & Reth, M. Oligomeric organization of the B-cell antigen receptor on resting cells. Nature 467, 465–469 (2010).
40. Weaver, G. V., R. F. Kanekiyo, M., Nabel, G. J., Macola, J. R. & Lingwood, D. In Vitro Reconstitution of B cell Receptor Antigen 
Interactions to Evaluate Potential Vaccine Candidates. Nature Protoc. 11, 193–213 (2016).
41. Lingwood, D. et al. Structural and genetic basis for development of broadly neutralizing influenza antibodies. Nature 489, 566–570 
(2012).
42. Wu, X. et al. Rational design of envelope identifies broadly neutralizing human monoclonal antibodies to HIV-1. Science 329, 
856–861 (2011).
www.nature.com/scientificreports/
1 1Scientific RepoRts | 6:36298 | DOI: 10.1038/srep36298
43. Bourke, E., Bosisio, D., Golay, J., Polentarutti, N. & Mantovani, A. The toll-like receptor repertoire of human B lymphocytes: 
inducible and selective expression of TLR9 and TLR10 in normal and transformed cells. Blood 102, 956–963 (2003).
44. Lopez, J. G. et al. EGF cell surface receptor quantitation on ocular cells by an immunocytochemical flow cytometry technique. 
Investigative ophthalmology & visual science 33, 2053–2062 (1992).
45. Jiang, W. et al. TLR9 stimulation drives naive B cells to proliferate and to attain enhanced antigen presenting function. European 
journal of immunology 37, 2205–2213 (2007).
46. Metzger, H. Transmembrane signaling: the joy of aggregation. Journal of immunology 149, 1477–1487 (1992).
47. Arnold, J. N. et al. Human serum IgM glycosylation: identification of glycoforms that can bind to mannan-binding lectin. The 
Journal of biological chemistry 280, 29080–29087 (2005).
48. Zhang, M. & Varki, A. Cell surface sialic acids do not affect primary CD22 interactions with CD45 and surface IgM nor the rate of 
constitutive CD22 endocytosis. Glycobiology 14, 939–949 (2004).
49. Chappell, C. P., Draves, K. E., Giltiay, N. V. & Clark, E. A. Extrafollicular B cell activation by marginal zone dendritic cells drives T 
cell-dependent antibody responses. The Journal of experimental medicine 209, 1825–1840 (2012).
50. Purtha, W. E., Chachu, K. A., Virgin, H. W. t. & Diamond, M. S. Early B-cell activation after West Nile virus infection requires alpha/
beta interferon but not antigen receptor signaling. Journal of virology 82, 10964–10974 (2008).
51. Basquin, J., Taschner, M. & Lorentzen, E. Complex Reconstitution from Individual Protein Modules. Advances in experimental 
medicine and biology 896, 305–314 (2016).
52. Roger, M. et al. Reconstitution of supramolecular organization involved in energy metabolism at electrochemical interfaces for 
biosensing and bioenergy production. Analytical and bioanalytical chemistry 406, 1011–1027 (2014).
53. Cumbers, S. J. et al. Generation and iterative affinity maturation of antibodies in vitro using hypermutating B-cell lines. Nature 
biotechnology 20, 1129–1134 (2002).
54. Ciucanu, I. & Kerek, F. A simple and rapid method for the permethylation of carbohydrates. Carbohydrate Research 131, 209–217 
(1984).
55. Kang, P., Mechref, Y. & Novotny, M. V. High-throughput solid-phase permethylation of glycans prior to mass spectrometry. Rapid 
communications in mass spectrometry: RCM 22, 721–734 (2008).
56. Okuno, Y., Isegawa, Y., Sasao, F. & Ueda, S. A common neutralizing epitope conserved between the hemagglutinins of influenza A 
virus H1 and H2 strains. Journal of virology 67, 2552–2558 (1993).
57. Dupuy, A. D. & Engelman, D. M. Protein area occupancy at the center of the red blood cell membrane. Proceedings of the National 
Academy of Sciences of the United States of America 105, 2848–2852 (2008).
58. Luo, X. M. et al. Engineering human hematopoietic stem/progenitor cells to produce a broadly neutralizing anti-HIV antibody after 
in vitro maturation to human B lymphocytes. Blood 113, 1422–1431 (2009).
59. Lois, C., Hong, E. J., Pease, S., Brown, E. J. & Baltimore, D. Germline transmission and tissue-specific expression of transgenes 
delivered by lentiviral vectors. Science 295, 868–872 (2002).
60. Naldini, L., Blomer, U., Gage, F. H., Trono, D. & Verma, I. M. Efficient transfer, integration, and sustained long-term expression of 
the transgene in adult rat brains injected with a lentiviral vector. Proceedings of the National Academy of Sciences of the United States 
of America 93, 11382–11388 (1996).
61. Novak, E. J. & Rabinovitch, P. S. Improved sensitivity in flow cytometric intracellular ionized calcium measurement using fluo-3/
Fura Red fluorescence ratios. Cytometry 17, 135–141 (1994).
62. Muller, R., Wienands, J. & Reth, M. The serine and threonine residues in the Ig-alpha cytoplasmic tail negatively regulate 
immunoreceptor tyrosine-based activation motif-mediated signal transduction. Proceedings of the National Academy of Sciences of 
the United States of America 97, 8451–8454 (2000).
63. Heizmann, B., Reth, M. & Infantino, S. Syk is a dual-specificity kinase that self-regulates the signal output from the B-cell antigen 
receptor. Proceedings of the National Academy of Sciences of the United States of America 107, 18563–18568 (2010).
64. Lin, Z. et al. In vivo antigen-driven plasmablast enrichment in combination with antigen-specific cell sorting to facilitate the 
isolation of rare monoclonal antibodies from human B cells. Nature protocols 9, 1563–1577 (2014).
Acknowledgements
This work was supported by the following awards to D.L.: a Harvard University CFAR grant (P30 AI060354); the 
William F. Milton Fund; the Gilead Sciences Research Scholars Program in HIV; and an Broad-Ragon ENDHIV 
Catalytic Grant (jointly awarded to D.L. and S.A.C.). C.E.C and K.B.C. were supported by P41 GM104602 and 
S10 OD010724 grants.
Author Contributions
R.F.V., J.P., M.K., A.K.W., G.J.N., A.B.M., J.R.M., S.A.C. and D.L. designed the research studies; R.F.V., J.P., G.C.W., 
M.K., A.K.W., H.M.Y. and D.L. performed the research; R.F.V., J.P., M.K., A.K.W., C.E.C., K.B.C., P.M.T., G.J.N., 
A.B.M., J.R.M., S.A.C. and D.L analyzed data and/or wrote the paper.
Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Villar, R. F. et al. Reconstituted B cell receptor signaling reveals carbohydrate-
dependent mode of activation. Sci. Rep. 6, 36298; doi: 10.1038/srep36298 (2016).
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.
This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 
unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
 
© The Author(s) 2016
